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Abstract : The URGI genomic annotation platform, developed in the framework of the GnpAnnot project, relies on well known GMOD tools
(http://gmod.org): Apollo, Chado and GBrowse. Apollo is the graphical interface for visualization and annotation edition allowing curators to

edit their genes according to evidences (transcript and protein similarity, comparative genomics). Manual annotations (gene curation
validated/in progress) are saved in a dedicated Chado database and shared at the same time with other community annotations
members. Validated genes/pseudogenes are then committed in the second Chado database accessible by GBrowse.
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@sult from the automated annotation have to be carefully verified by
manual curation using an editing interface. This way allow to increase
in quality and value annotation.

We set up manual genomic annotation platform relying on the
international open source Generic Model Organism Database (GMOD
http://www.gmod.org) project.

Here is the data flow management called “roundtrip® between Chado
database, Apollo genome annotation editor and GBrowse genome
browser.
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Name bt4ctg _0106_CL_bt4ctg 0106_007.Contig1
Class match:sim4_Bot_allest4_clctg

Type match

Sou sim4_Bot_allest4_clctg

Position: btd_SuperContig_3_1:174886..196128 (+ str:
Length: 21243

Target: CL_btdctg_0106_007.Contig1_v5

Matches: CL_bt4ctg_0106_007.Contig1_v5:1..2170
dbxref: GFF_source:sim4_Bot_allest4_clctg

lib: Bot_allest4_clctg

program: sim4

synonym: bt4ctg_0106_CL_btdctg_0106_007.Contig1_v5
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/Apollo development:

We are involved in the improvement of Apollo.
Some bugs were fixed. New functionalities
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Positions 174886 .. 177326
Length 2441
Source sl m4_Bot_allestd_cictg

In_planta raw_nr

Mycelium_2dpi_rich_medium raw_ner:2
norm_percent:11.54
Mycelium_PH_stress raw_nr:1
norm_percent:11.36
Spores_germination_bean raw_nr:1
norm_percent:22.49

all_lib_clone_nr.8

1 norm_percent:29.32

have been added. They are available in URGI

3 version and expected in next release.

-Owner attribute filled with the username from
login on chadoDB

-More information about feature are displayey

/Application:

Distributed annotation system

has been set up for 2 fungal

genomes Bofrytis cineara, Tuber

melanosporum and a plant

genome Grapevine.

The system for Leptospheria

maculans genome is in progress/

S. sclerotiorun supercontigs {Blastn)

m4 B t allestd_c ltg btdc @ 0106_CL_btdctg_0106_007.Contig 1_v5_match_set0001

raw_nr:3 n mp ent:2
In pI t r:1 norm_per t29
Myceliu m2dp hmd um r.

5.26
32
r:2 norm_perce
_percent:11.36

nt:11.54

orm pe cent:22.49

2

Mycelium_PH_stress raw_ 1 orm
Spor g erminatio b aw_nr:1 n
all_ Ib clone_nr:8

target_end: 2170

target_id: CL_bt4ctg_0106_007.Contig1_v5

target_length: 2170

target_pcons: 0.00

target_pcover: 100.00

target_pident: 99.91

target_start: 1

model.

/Perspectives :

Whole tools of the manual curation platform will be improved, and we
regularly checked last release of software used (Apollo, GBrowse). We also
plan to develop a functional manual annotation system based on the same
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